
J O U R N A L O F P R O T E O M I C S 7 2 ( 2 0 0 9 ) 5 1 1 – 5 2 6

ava i l ab l e a t www.sc i enced i rec t . com

www.e l sev i e r. com/ loca te / j p ro t
Resolution and identification of major peanut allergens using a
combination of fluorescence two-dimensional differential gel
electrophoresis, Western blotting and Q-TOF
mass spectrometry
Hubert Chassaignea,⁎, Virginie Trégoata, Jørgen V. Nørgaarda,
Soheila J. Malekib, Arjon J. van Hengela

aInstitute for Reference Materials and Measurements, European Commission-Joint Research Centre, Retieseweg 111, B-2440 Geel, Belgium
bUSDA-ARS-SRRC, 1100 Robert E. Lee Boulevard, New Orleans, LA 70124, USA
A R T I C L E D A T A
⁎ Corresponding author. Tel.: +32 14 57 12 56;
E-mail address: hubert.chassaigne@ec.euro

1874-3919/$ – see front matter © 2009 Elsevi
doi:10.1016/j.jprot.2009.02.002
A B S T R A C T
Article history:
Received 24 September 2008
Accepted 5 February 2009
Peanut allergy is triggeredby several proteins knownas allergens. In this study, the complexity
the peanut allergome is investigated with proteomic tools. The strength of this investigation
resides in combining the high-resolving power and reproducibility of fluorescence two-
dimensional differential gel electrophoresis with specific immunological detection as well as
polypeptide sequencing by high-resolution mass spectrometry. Matching of the peanut
proteins in 2Dgelswas achievedbydifferential labellingwhereby peanut proteins and purified
allergens (Ara h 1, Ara h 2 or Ara h 3/4) were run on the same gel. Ten protein spots on amass
line of ca. 63–68 kDa were likely to correspond to Ara h 1. Two doublets on two different mass
lines at ca. 16 and 18kDamatchedwithpurifiedallergenArah 2. The basic andacidic sub-units
of Ara h 3/4 were observed at masses of ca. 25 kDa and 40–45 kDa, respectively. Subsequently
the antibody-binding capacity of spots corresponding to peanut allergens was investigated by
Western blotting of 2D gels using antibodies (IgY) raised against Ara h 1, Ara h 2 and the
recombinant40kDa sub-unit ofArah 3/4. Final confirmationof the identity of theprotein spots
matched after 2D electrophoresis and identified by Western blotting was obtained by in-gel
digestion of protein spots and analysis by quadrupole time-of-flight mass spectrometry. By
using the method developed in our work, the location and identification of two different
isoformsof the allergenArah 1, the allergenArah2 and six isoformsof the allergenArah 3/4 in
2D peanut protein maps was established.

© 2009 Elsevier B.V. All rights reserved.
Keywords:
Peanut allergens
Two-dimensional fluorescence gel
electrophoresis
2D Western blotting
Nano-electrospray Q-TOF mass
spectrometry
1. Introduction

Food allergens are a significant worldwide public health issue.
Estimates for theprevalenceof food allergies are around 1–2%of
the total population and up to 8% of children, although the
prevalencemay vary betweenpopulations and age groups [1–3].
The severity of allergic reactions can vary from symptoms
ranging from mild urticaria to potentially lethal anaphylactic
fax: +32 14 57 17 87.
pa.eu (H. Chassaigne).
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shock. Over recent years legislation has been issued aimed at a
better safeguarding of the health of allergic consumers. New
food allergen labelling rules were introduced by European
Directives 2003/89/EC and 2007/68/EC, two successive amend-
ments to the general food labelling directive 2000/13/EC of the
European Parliament and of the Council [4–6]. The legislation
requires food manufacturers to indicate 14 groups of potential
allergens by reference to the source allergen if they are used as
.
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an ingredient at any level in pre-packed foods. Peanuts are
among themost commoncauses of immediatehypersensitivity
reactions to foods [7,8] and therefore required to be declared on
food labels.

Usually food allergens, the components capable of triggering
allergic reactions, are proteins, but only a small percentage of
proteins in food are allergenic. The allergomeof peanut is rather
complex. The three major peanut allergens that are recognised
by the vastmajority of peanut allergic individuals and that have
been studied are Ara h 1, a vicilin-like protein [9,10], Ara h 2, a
conglutin–homologueprotein [9,11] andArah3/Arah4, glycinin
proteins [12–14]. Recently it was shown that Ara h 3 and Ara h 4
are isoallergens and can be designated as the allergen Ara h 3/4
[15,16]. Peanuts contain an average of 29% protein. The allergen
Ara h 1 is themost abundant (20% of the total protein) followed
by Ara h 2 (~10%) and Ara h 3/4 [17,18].

The properties of those main peanut allergens have been
studied in recent years. Ara h 1 is a 63–68 kDa glycoprotein [19]
assembled in di- and trimeric complexes [20,21] and two of its
genes encoding 626 and 614 amino acids have been well
described [22,23]. Of the allergen Ara h 2 two isoforms with
masses of ca. 16 and 17 kDa have been isolated [24,25]. The
allergenic protein Ara h 3/4, recently purified consists of an
acidic and a basic sub-unit [14,26,27]. The two sub-units
remain covalently linked by an intermolecular disulfide bridge
and associate into a very stable hexameric structure [16,28].
The acidic sub-unit has a molecular mass in the range of 40–
45 kDa, whereas the basic sub-unit has a mass of ca. 25 kDa.
Ara h 3/4 is mainly proteolytically modified (truncation at
multiple sites), with possible glycosylation. Proteolytic trunca-
tion was observed for the acidic sub-unit but not for the basic
sub-unit resulting in a series of polypeptides ranging from 13–
45 kDa [14].

A proper assessment of temperature stability as well as
qualitative or quantitative analysis of individual peanut aller-
gens requires a separation of their different isoforms/glyco-
forms, protein sub-units and possible proteolytic products with
high-resolution techniques. For this reason, our research will
focuson thecharacterisationof thepeanutallergomebasedona
2D gel electrophoresis (2D PAGE) approach. This approach is a
combination of three different techniques. Individual techni-
ques have a series of advantages and limitations and their
combined use can reduce those limitations.

2D PAGE utilises a few milligrams of protein and separates
them into thousands of protein spots [29,30]. Comparison of
gel images between different peanut extracts or between
peanut proteins and purified allergens can be achieved by 2D
PAGE [31]. Fluorescence two-dimensional gel electrophoresis
(2D DIGE) represents an elegant modification of 2D PAGE
eliminating gel-to-gel variation in protein migration that
hinder computer-assisted comparison of spot patterns [32].
After 2D DIGE the allergen protein spots need to be specifically
detected and identified. This can be achieved by a combina-
tion of western blotting of 2D protein gels allowing the
detection of antibody-specific reactive proteins, and in-gel
digestion of protein spots followed by mass spectrometry [33].
In this work, we have applied 2D DIGE in combination with
Western blotting and high-resolution mass spectrometry for
the separation, immunodetection and identification of the
major peanut allergens Ara h 1-3/4 in 2D peanut protein
patterns. The latest generation of proteomics instruments
includes the quadrupole time-of-flight (Q-TOF) tandem mass
spectrometer. The major advantages of the Q-TOF instrument
are ultra-high throughput, high sensitivity, and high-resolu-
tion capabilities that provide enhanced peptide-sequence
information.
2. Materials and methods

2.1. Chemicals

All chemicals used for sample preparation were obtained from
VWR International (West Chester, PA, USA) and were at least
analytical reagent grade. Water from a milli-Q water system
(Millipore, Bedford, MA, USA) was used throughout. PlusOne
chemicals for gel electrophoresis (Tris, glycine, CHAPS, urea,
thiourea, DTT, dimethylformamide), CyDyes (Cy3 and Cy5),
acrylamide, bis-acrylamide, Cy3-antibodies labelling kit, 2D
Clean-up and 2D Quantification kits were purchased from GE
Healthcare (Uppsala, Sweden).Ampholytesand immobilisedpH
gradient stripswere supplied by Bio-Rad Laboratories (Hercules,
CA, USA). Mini-gels for electrophoresis were from Invitrogen
(Carlsbad, CA, USA). Secondary antibodies (non-conjugated
rabbit anti-chicken IgY (whole molecule)) and bovine caseins
were from Sigma-Aldrich (St Louis, MO, USA). Sequencing grade
trypsin was obtained from Merck (Darmstadt, Germany).
SupraPure Formic acid and HPLC grade acetonitrile for mass
spectrometry were from Sigma-Aldrich (St Louis, MO, USA).

2.2. Materials

Peanut samples (Arachis hypogaea) of the variety Chinese
Virginia were obtained from IMKO (Doetinchem, The Nether-
lands). This peanut variety is included in the IRMM-481 test
material. The peanuts were blanched to remove the skins.
This processing was done by the supplier following standard
industrial processing technology.

Purified allergens Ara h 1, Ara h 2 and Ara h 3/4 were
isolated from crude peanut extracts as previously described
[8,26,34]. The anti-Ara h 1, Ara h 2 and Ara h 3/4 antibodies
used in the Western blot analysis were chicken egg yolk
polyclonal antibodies (IgY) custom manufactured by Sigma
Immunosys (The Woodlands, TX, USA).

2.3. Sample preparation and protein labelling

Peanutswere ground under liquid nitrogen in order to obtain a
fine and homogeneous powder. Extraction was performed at
4 °C using TBS buffer (20 mM Tris with 150 mM NaCl) pH 7.4
according to Chassaigne et al. [31]. Peanut extracts and purified
peanut allergens were cleaned with the 2D Clean up kit before
the determination of their protein content with the 2D Quant
kit from GE Healthcare (Uppsala, Sweden).

Proteinaliquots in the range5–25μg (peanut proteinor peanut
allergen) were solubilised in the DIGE labelling buffer (7 M urea,
2 M thiourea, 4% CHAPS, 30mMTris, pH adjusted to 8.9 with HCl
1M) at a final concentrationof 5μg/μl. Eachdye (Cy3andCy5)was
reconstituted in dimethylformamide to a final concentration of
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1 nmol/µl. This stock solution was diluted (200 pmol/μl)
immediately prior to use and 0.5 μl Cy3 was added/25 μg peanut
protein or 0.1 μl Cy5/5 μg purified peanut allergen. Following
incubation for 30 min on ice in the dark, the reactions were
quenched by adding 0.5 μl 10 mM lysine solution, followed by
further 10 min incubation on ice in the dark. Protein samples
previously labelledwith the respective fluorescent dyes (Cy3 and
Cy5) were used separately or pooled and diluted in the IPG
(immobilised pH gradient) rehydration buffer (8 M urea, 0.5%
CHAPS, 0.5% IPG buffer pH 3–10, 0.002% bromophenol blue, 0.4%
DTT) for isoelectric focusing (IEF).

2.4. 2D electrophoresis of peanut proteins and
purified allergens

First-dimension IEFwas carried out on an Ettan IPGphor system
(GEHealthcare). Twenty five μg Cy3-labelled peanut protein and
5 μg Cy5-labelled purified allergen were pooled and diluted in a
total volume of 240 μl IPG rehydration buffer. The sample was
loaded on 24 cm pre-cast immobilised pH gradient strips
(240×3.0×0.5 mm, linear pH range: 3–10). IPG strips were re-
hydrated for 12 h at 20 °C. IEF was performed for 53500 Vh with
the initial voltage set to 500 V for 1 h, and then stepped up to
1000 V for 1 h and finally to 8000 V for 6.5 h. The gel strips were
prepared for transfer to the second dimension by soaking for
15min in an equilibration solution (50 mM Tris–HCl pH 8.8, 6 M
urea, 30%glycerol, 2%SDS, 0.002%bromophenolblueand10mM
DTT). The equilibrated gel strips were embedded at the top of
the SDS-PAGE gel in molten 1% (w/v) agarose in cathodic
electrode buffer (Laemmli buffers).

Second dimension separation (SDS-PAGE) was carried out
with an Ettan DALT electrophoresis unit equipped with a
Peltier cooling unit. Gels were cast in fluorescent-compatible
quartz cassettes (260×200×1.0 mm, homogeneous 12.5%,
separation range 10–100 kDa) and SDS-buffers (Laemmli
buffers) were used. Six gels were run at 5 W/gel for 15 min
(30 W), then 20 W/gel for 4 h (120 W) with the Peltier cooling
system at 25 °C. Each gel was made in triplicate.

After theelectrophoretic separation, the2Dgels still contained
between the quartz plates were scanned with a Typhoon 9400
series variable mode imager system (GE Healthcare). The
fluorescently labelled proteinswere visualisedwith the following
wavelengths: Cy3–532 nm excitation wavelength, 580 BP 30
emission filter and Cy5–633 nm excitation wavelength, 670 BP
30 emission filter. All gels were scanned at 100 μm resolution.

After the images were acquired, Image Master 2D Platinium
6.0 software (GE Healthcare) was used for protein detection,
matching and exporting data. The fully automated co-detection
algorithm ensured that all spots on co-detected gel images (Cy3
and Cy5 channels) were represented identically and were over-
laid.Theapparentmolecularmassofproteinswasdeterminedby
co-electrophoresis of proteinmarkers (MWrange 14–100 kDa) (GE
Healthcare). The pI values were evaluated according to the scale
of the linear immobilised pH gradient strips (pH range 3–10).

2.5. 2D PAGE and Western blotting

To perform 2D electrophoresis experiments combined with
Western blotting 15 μg Cy3-labelled peanut protein diluted in
120 μl IPG rehydration buffer was loaded on a 7 cm IPG strip pH
3–10, linear range (70×3.0×0.5 mm) (GE Healthcare). Separa-
tion in the first dimension was performed with an initial
voltage at 320 V for 1 h, then a gradient up to 1000 V for 30min,
then a gradient up to 5000 V in 1 h 20, and finally stepped to
5000 V for 30 min. A XCell SureLock Mini-Cell electrophoresis
system (Invitrogen) and a Power Pac 200 power supply (Bio-
Rad Laboratories) were used for the second dimension. The
equilibrated 7 cm IPG gel strip was embedded at the top of a
pre-cast NuPAGE Bis–Tris SDS-PAGE 12% (80×70×1.0 mm)
mini-gel (Invitrogen). Protein separationwas carried out under
a constant voltage of 150 V for 1.5 h in NuPAGE MOPS SDS
running buffer (2.5 mM MOPS, 2.5 mM Tris Base, 0.005% SDS,
0.05 mM EDTA, pH 7.7).

Each experiment was made in duplicate. Mini-gels were
removed from the cassettes and placed between quartz plates
for scanning. Scanning was performed with the Typhoon 9400
system at 50 μm resolution both before and after Western
blotting to check transfer efficiency. The wavelength settings
of Cy3 detection are described in Section 2.4.

The gels were equilibrated in diluted NuPAGE transfer buffer
(20×) (25 mM Bis–Tris, 1.025 mM EDTA, 25 mM Bicine, pH 7.2)
before proteins were transferred by electroblotting to PVDF
membranes (GE Healthcare) that had been pre-wetted with
methanol, rinsed in milli-Q water and incubated for a few
minutes in transfer buffer. Blots were blocked with 3% caseins
(bovine) in Tris-buffered saline (TBS buffer) pH 7.4, 0.1%Tween 20
for either 1 h at room temperature or overnight at 4 °C under
gentle agitation. Themembraneswere rinsed3 times10minwith
TBS buffer pH 7.4, 0.5% Tween 20 and subsequently incubated
with primary antibodies (IgY raised against Ara h 1, Ara h 2 or a
40 kDa sub-unit of Ara h 3/4) used at a dilution of 1:10,000 in TBS
buffer pH 7.4, 0.1% Tween 20, 3% casein for 1 h at room
temperature under constant shaking. After 3 washes of 10 min
with TBS buffer pH 7.4, 0.5% Tween 20, the membranes were
incubated for 1h at roomtemperaturewith secondary antibodies
(rabbit anti-chicken IgY labelled with Cy5 as described in Section
2.3) and visualisedwith thewavelength settings of Cy5 described
in Section 2.4 after a final series of 3 times 10min washes. Using
simultaneously the wavelength settings for Cy3 and Cy5 (Cy5
channel for antibody-reactive proteins and Cy3 channel for total
protein) ensured that spots present on co-detected membrane
images were perfectly overlaid.

2.6. Preparative 2D gels and mass spectrometry

500 μg unlabelled-peanut protein was loaded on a 24 cm IPG
strip (pH 3–10) for preparative experiments. Experimental
conditions for electrophoresis were the same as the ones
described for analytical gel in Section 2.4. For the preparative
workflow, glass plates instead of quartz plates were used for
gel casting. A silane binding treatment of the glass plates (80%
ethanol, 2% acetic acid, 0.1% silane binding) was performed to
immobilise the gels onto the glass plates. Two white stickers
used as reference for x, y coordinates were attached on the
treated surface of the plate to ensure that the correct protein
spots detected were picked. Each gel was made in triplicate.

The 2D gel cassettes were opened and the gels for spot
picking were stained using Deep purple total protein stain
according to the manufacturer's protocol (GE Healthcare). The
fluorescently labelled proteins were visualised with the 2D gel
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still attached to the treated glass plate of the cassettes using
the Typhoon 6400 system with the wavelength settings of
Deep purple (532 nm excitation wavelength, 560 nm LP
emission filter). Selected protein spots were excised and
transferred to a 96-well plate using the Ettan Spot Picker
system (GE Healthcare).

The spots were de-stained (200 mM ammonium bicarbo-
nate), washed with CH3CN:H2O, 50:50, reduced (using 10 mM
DTT in 50 mM ammonium bicarbonate, 30 min) and alkylated
(using 55 mM iodoacetamide in 50 mM ammonium bicarbo-
nate, 20 min). The enzymatic digestion (using 1 ng/μl sequen-
cing grade trypsin in 100 mM ammonium bicarbonate) was
performed at 37 °C for 5 h. In the case of Ara h 2 spots, a
different enzymatic treatment was applied. RapiGest (Waters)
was added to the 50 mM ammonium bicarbonate solution
during the reduction step (using DTT). Enzymatic hydrolysis
used 1 ng/μl pancreatin in 50mM ammonium bicarbonate and
was performed at 50 °C for 5 h. The resulting hydrolysates
were extracted in a total volume of 60 μl solution (1% HCOOH
in CH3CN:H2O, 2:98) and transferred into 96-well PCR plates.

LC-MS/MS analyses were performed on a capillary flow-
liquid chromatography system (CapLC) coupled on-line with a
quadrupole time-of-flight mass spectrometer (Q-TOF Ultima
Global) equipped with a nano-electrospray source (Waters,
Manchester, UK). 96-well plates containing protein hydroly-
sates were loaded on the autosampler of the capillary LC
system. A pre-columnAcuratemicro-flow splitting system (LC
Packings, Sunnyvale, CA, USA) was used. The binary CapLC
pump was operated at a flow rate of 10 μl/min and a flow rate
of 1 μl/min was obtained after a 1:10 split. Peptide mixtures
were desalted and pre-concentrated on LC Packings C18

capillary cartridges (300 μm id, 150 mm length, 5 μm particles
size) and separated on a Grace Vydac C18 High-loading
capacity capillary column (150 μm id, 150 mm length, 3 μm
particles size, 190 Å porosity). The Q-TOF instrument was
operated in the “MS survey” mode, which means that a
fragmentation of ions was achieved when a minimum
intensity (specified value) was detected (3 channels for a
simultaneously fragmentation of the 3 most abundant pre-
cursor ions). Experimental conditions for CapLC and Q-TOF
were described previously [35].
2.7. Protein database searching parameters

The fragment ion spectra obtained from the “MS survey” mode
wereprocessedusingMassLynxversion4.0 (Waters), a software
program that converts MS/MS raw data to peak lists [35]. After
centroiding and background subtraction, the peak lists were
used to search databases with Protein Lynx Global Server 2.2.5
(Waters). Proteins were identified by correlation of processed
tandem mass spectra to protein entries. The protein sequence
database Swiss-Prot and a reduced database of known peanut
allergens were used. The latter contained: Allergen Ara h 1,
clone P41B [Precursor] (Swiss-Prot entry P43238); Allergen Ara h
1, clone P17B [Precursor] (P43237); Allergen Ara h 2.01 (Q941R0);
Allergen Ara h 2.02 (Q6PSU2); Allergen Ara h 3 Glycinin
[Fragment] (O82580); Glycinin [Fragment] (Q6IWG5); Gly 1
(Q9F7Z11); Allergen Ara h 3/Ara h 4 (Q8LKN1); Allergen Ara h 4
(Q9SQH7); and allergen iso-Ara h 3 (Q0GM57).
Protein Lynx Global Server 2.2.5 submitted the peak lists to a
workflow: i) databank searching and ii) the “auto-mode”
extended tool. Maximum 3 missed cleavages per peptide were
allowed. Precursor ion tolerance window and fragment ion
tolerance mass were set to 100 ppm and 0.05 Da, respectively.
Tolerance on mass calibration of the TOF was set to 30 ppm.
Carboxymethylation of cysteine and oxidation of methionine
residues were assumed (fixed modifications), but other poten-
tial modifications were also considered (variable modification).
Search results were validated when at least 3 consecutive
measured fragment ions of a peptide matched theoretical b- or
y- fragment ions of a known protein sequence tag.

After databank searching and sequence analysis each
identified peptide was assigned a ladder score (number of
consecutive or complementary b- and y- fragment ions) and a
probability based score algorithm, which gave an indication for
the reliability of the peptide identification. The peptide identi-
fication is validated by the accuracy of peptide fragments and
the quality of the mass spectrum. The method employs a
discriminant function with classified “good” and “bad” spectra,
producing a single quality peptide score. The classification of
“good” spectra starts from a peptide score of 20 at a significance
level of P<0.05 (interval of confidence of 95%) for the individual
peptides. Only peptides fulfilling all conditions listed above are
validated. In any case, three MS/MS runs are made for each
sample and only peptides found in the three replicate runs are
accepted as a confident identification [35].
3. Results and discussion

3.1. Analysis of 2D gels of peanut protein spiked with
purified allergens

To identify the position of the major peanut allergens in 2D
protein maps, raw peanut extracts and purified allergenic
proteins were used. Proteins from raw peanut and a purified
allergen (either Ara h 1, Ara h 2 or Ara h 3/4) were labelled with
two distinct fluorescent dyes and run in the same 2D gel. To
exclude artefacts caused by electrophoresis conditions, 2D gels
were run in triplicate. Fromeachgel, two imageswereobtained: a
Cy3 image for rawpeanutextract andaCy5 image for thepurified
allergen. Typically three to four hundreds of spots were detected
in the peanut protein map. For our application to protein
detection and identification, the maximum number of spots to
matchbetween theCy3andCy5 imageswas set to twohundreds.

Panel a in Fig. 1 shows the gel map of proteins from the raw
peanut extract. The insertsdelimitedbydashed lines showpeanut
protein spotsmatching purified allergens to which numbers were
attributed. Panel b in Fig. 1 shows a part of the gel image obtained
for thepurifiedallergenArah1. Spots 1–10onamass lineof ca. 63–
68 kDa and covering a pI range of 6.5–7 are likely to correspond to
different glycosylation forms and/or isoforms of Ara h 1. This is in
agreement with the results reported by Liang et al. [36] who
separated the 65 kDaAra h 1 intomany spotswith different pIs by
2D PAGE. Several intense spots observed within the sample of
purifiedArah1 foundona lowermass linedonotmatchtheoneof
peanut proteins (Fig. 1b) and therefore might contain Ara h 1
degraded in planta, or fragmented during purification.
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Panel c in Fig. 1 shows a part of the gel image corresponding
to the purified allergen Ara h 2. Four intense spots, on two
different mass lines (ca. 17 and 19 kDa) and two different pIs
(ca. 5.8 and 6.2) were matched with the purified allergen Ara h
2 (spot numbers 19–22). Those spots seem to coincide with the
two isoforms of Ara h 2 available in the Swiss-Prot database
with theoretical masses of ca. 16 and 18 kDa that encode 135
and 151 amino acids (difference of 16 amino acids). Burks et al.
[37,38] showed that the N-terminal amino acid composition of
the two bands obtained by 1D SDS-PAGE at 17 kDa and 19 kDa
Fig. 1 – 2D DIGE images of peanut proteins and the purified allerg
(Ara h 1, Ara h 2 or Ara h 3) were mixed and separated in the sam
extract (Cy3 image). The inserts delimited by dashed lines show
(Cy5-labeled); matched spotswith purified allergenswere numbe
spot numbers 1–10. c) spots of the purified allergenAra h 2 (Cy5 im
h 3 (Cy5 image); spot numbers 11–18.
was essentially identical and that Ara h 2 isoforms are highly
glycosylated (20% carbohydrate) with significant levels of
galacturonic acid. We assume that the two spots on the two
different mass lines (19, 20 at ca. 19 kDa on one side and 21, 22
at ca. 17 kDa on the other side in Fig. 1 Panel c) are likely to
correspond to two isoforms of Ara h 2 and that the pI
differences between spots 19 and 20 as well as between
spots 21 and 22might be a result of carbohydrate composition.

The 2D pattern of the purified Ara h 3/4 appears more
complex (Fig. 1d) and thematching led to the establishment of a
ens Ara h 1–3. Peanut protein and a purified allergen
e SDS-PAGE gel. a) Annotated gel map of protein from peanut
peanut protein spots matching the purified allergens
red (1–22). b) spots of the purified allergen Ara h 1 (Cy5 image);
age); spot numbers 19–22. d) spots of the purified allergenAra
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list of 8 spots (numbers 11–18). In contrast to recombinant Ara h
3/4, a 60 kDa single-chain polypeptide, Piersma et al. [14] showed
that the allergen isolated from its native source is extensively
proteolytically processed. In addition to the acidic andbasic sub-
units, several proteolytic products were observed for the acidic
sub-unit. Besides themajor bands at 45, 40 and 25kDa a series of
Ara h 3/4 polypeptides ranging from12–35 kDawas separated by
1D SDS-PAGE [14]. This was confirmed by Koppelman et al [26]
whohighlightedby1DSDS-PAGEabundantproteinsof theacidic
sub-unit (42 and 45 kDa) and the basic sub-unit (25 kDa) of Ara h
3/4 besides some proteolytic fragments at 14 kDa. In this work,
spots 11–13were found to have amass in the range of 40–45 kDa
whereas spots 17 and 18 correspond to an apparent mass of
25 kDa. Spots 14, 15 (ca. 35 kDa) and 16 (ca. 30 kDa) perfectly
Fig. 2 – Detection of the major peanut allergens by Western blott
Antibodies against: i) the native form of Ara h 1, ii) the native form
were used. Detection was done by using secondary antibodies la
protein extract before transfer to the membrane; spot numbers of
Western blot of anti-Ara h 1. c) Cy5 image of the Western blot of
matched purified allergen Ara h 3/4 and therefore might be
proteolytic products of Ara h 3/4.

Interpretation of the above reported results is strongly
linked to the nature (eg. different peanut variety) and level of
purity of the samples. Additionally, the purification process
does not likely yield all isoforms or glycoforms of the protein.
The identified spots were therefore further characterised by
immunoblotting and mass spectrometric techniques.

3.2. Peanut allergen detection by Western blotting analysis

After 2D electrophoresis the allergen protein spots were
identified by Western blotting, which represents a powerful
technique to reveal the position of antibody-reactive proteins
ing analysis. Peanut proteins were labelled with Cy3.
of Ara h 2, and iii) a recombinant 40 kDa sub-unit of Ara h 3

belled with Cy5. a) Cy3 image of protein gel from peanut
matched spots found in Fig. 1 are shown. b) Cy5 image of the
anti-Ara h 2. d) Cy5 image of the Western blot of anti-Ara h 3.
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within 2D gel maps. Following 2D separation and transfer on
PVDF membrane, the peanut proteins were immunodetected
with chicken yolk antibodies (IgY) raised against Ara h 1, Ara h
2 and a recombinant 40 kDa sub-unit of Ara h 3/4. The gels and
Western blots were performed in duplicate.

Frompanel a in Fig. 2 it is evident that the 2D pattern of Cy3-
labelled peanut proteins is quite rich in well separated proteins
eventhougha lower resolutionwasobtainedusing themini-gels
in comparison to analytical gels (Fig. 1). The inserts delimited by
dashed or continuous lines show antibody-reactive peanut
protein spots to which numbers were attributed. Protein spots
were numbered as in Fig. 1. Efficiency of protein transfer was
controlled by scanning the membrane (data not shown). An
efficient transfer of proteins was obtained even though the
relative proportionof somespotswasmodifiedespecially for the
lower masses (below 30 kDa).

Anti-Arah 1 identified a closelymigrating series of spotswith
ameanmolecularmass of 63–68 kDa, covering apI range of 6.5–7
as shown (panel b in Fig. 2). This was similar to that seen for
purified Ara h 1 in Fig. 1a. Spots 1–10 are likely to correspond to
the two different isoforms and multiple glycoforms of Ara h 1.
This suggests that both isoforms of Arah 1 are antibody-reactive
proteins and that glycosylation does not significantly affect
antibody binding.

Using theantibody raisedagainst thepurifiedallergenArah2
identified two proteins of 17 and 19 kDa as shown in panel c in
Fig. 2 (spotnumbers 20and22as inFig. 1c).This implies thatboth
Ara h 2 isoforms are detected but that glycosylation affects
Fig. 3 –Annotated reference 2Dmap of peanut protein for identific
peanut was run on the 2D gel. Spots of interest selected from Dee
digestion and analysed by MS/MS. Each selected spot is pointed
specified. The identities of some selected protein spots are prese
antibody binding since spots 19 and21werenot recognisedwith
anti-Ara h 2 (panel c in Fig. 2).

Compared to the eights spots matching purified allergen
when gels were spiked with Ara h 3/4 (numbers 11–18 in Fig. 1)
the IgY antibody raised against the recombinant 40 kDa sub-unit
of Ara h 3/4 only recognised three of those spots (numbers 11–13,
panel d in Fig. 2). These spots at ca. 40–45 kDa and within a pI
range of 5.5–6 therefore contain the acidic sub-unit of the
allergen Ara h 3/4 as described in the literature [14]. Spots 14–16
and 18 were not detected by immunoblotting and therefore
either do not contain the acidic sub-unit of Ara h 3/4 or lack IgY
epitopes due to proteolytic processing or sequence heterogene-
ity amongst Ara h 3/4 isoforms. Piersma et al. [14] showed that
the acidic sub-unit of Ara h 3/4 is proteolytically truncated at
multiple sites, whereas no processing of the basic sub-unit was
observed. Spot 17at ca. 25kDaandapI of 6.3was also recognised
with a very low intensity, and although this molecular mass
corresponds to that of the basic sub-unit of Ara h 3/4 (Fig. 2d), at
this stage it is unlikely that this spot corresponds to the basic
sub-unit since the antibody used was raised against the 40 kDa
acidic sub-unit of Ara h 3/4. The two spots 23 and 24 (observed
masses of ca. 12 kDa) were also recognised by the antibody
(Fig. 2d) and are likely to correspond to proteolytic fragments of
Ara h 3/4 as described by Koppelman et al. [14]. Surprisingly,
spots 20 and 22, likely to correspond to one isoform of Ara h 2,
were also recognised by anti-Ara h 3/4. This might be due to
common IgY binding epitopes since the two major peanut
allergens are know to share homologous IgE epitopes [39].
ation by Q-TOFMS/MS. 500μg non-labelled protein from raw
p purple total protein stain were excised, submitted to tryptic
with a red arrow and corresponding spot number (1–24) is
nted in Tables 1–3.



Table 1 – Validation of identified Ara h 1, Ara h 2 and Ara h 3/4 protein spots by Q-TOF mass spectrometry.

Protein spot
number

Protein name Source and accession
number

Protein probability
(%)

Number of peptides
identified

1 Ara h 1 clone P17 Swiss-Prot, P43237 54 6
Ara h 1 clone P41B Swiss-Prot, P43238 51 6

2 Ara h 1 clone P41B Swiss-Prot, P43238 100 6
3 Ara h 1 clone P17 Swiss-Prot, P43237 100 12
4 Ara h 1 clone P41B Swiss-Prot, P43238 100 15
5 Ara h 1 clone P17 Swiss-Prot, P43237 100 15

Ara h 1 clone P41B Swiss-Prot, P43238 100 20
6 Ara h 1 clone P17 Swiss-Prot, P43237 100 12

Ara h 1 clone P41B Swiss-Prot, P43238 100 18
7 Ara h 1 clone P17 Swiss-Prot, P43237 100 17

Ara h 1 P41B Swiss-Prot, P43238 100 21
8 Ara h 1 clone P41B Swiss-Prot, P43238 100 6
9 Ara h 1 clone P41B Swiss-Prot, P43238 100 9
10 Ara h1 clone P17 Swiss-Prot, P43237 59 7

Ara h1 clone P41B Swiss-Prot, P43238 46 7
11 Ara h 3 Glycinin Swiss-Prot, O82580 100 4

Gly 1 Swiss-Prot, Q9FZ11 20 1
Ara h 4 Swiss-Prot, Q9SQH7 25 2
Allergen Ara h 3/Ara h 4 Swiss-Prot, Q8LKN1 96 2
Glycinin Swiss-Prot, Q6IWG5 50 2
Iso-Ara h 3 Swiss-Prot, Q0GM57 25 2

12 Ara h 3 Glycinin Swiss-Prot, O82580 50 4
Gly 1 Swiss-Prot, Q9FZ11 100 4
Ara h 4 Swiss-Prot, Q9SQH7 20 1
Allergen Ara h 3/Ara h 4 Swiss-Prot, Q8LKN1 25 2
Glycinin Swiss-Prot, Q6IWG5 20 1
Iso-Ara h 3 Swiss-Prot, Q0GM57 20 1

13 Ara h 3 Glycinin Swiss-Prot, O82580 36 3
Gly 1 Swiss-Prot, Q6IWG5 20 1
Ara h 4 Swiss-Prot, Q9FZ11 25 2
Allergen Ara h 3/Ara h 4 Swiss-Prot, Q0GM57 50 4
Glycinin Swiss-Prot, Q8LKN1 20 1
Iso-Ara h 3 Swiss-Prot, Q9SQH7 20 1

17 Ara h 3 Glycinin Swiss-Prot, O82580 20 1
Gly 1 Swiss-Prot, Q6IWG5 20 1
Ara h 4 Swiss-Prot, Q9FZ11 20 1
Allergen Ara h 3/Ara h 4 Swiss-Prot, Q0GM57 25 2
Glycinin Swiss-Prot, Q8LKN1 20 1
Iso-Ara h 3 Swiss-Prot, Q9SQH7 20 1

20 Ara h 2.01 Swiss-Prot, Q941R0 53 2
Ara h 2.02 Swiss-Prot, Q6PSU 52 2

22 Ara h 2.01 Swiss-Prot, Q941R0 51 2
Ara h 2.02 Swiss-Prot, Q6PSU 54 2

The table shows the name and Swiss-Prot accession number of proteins identified in individual spots of 2D gels of peanut protein extracts
(spots numbered 1–22 in Figs. 1–3). Each protein has been assigned a probability score and the number of peptides identified for a specific isoform
is shown.
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In this study, IgY antibodies raised against the purified
allergens allowed their localisation in the 2D protein map.
However, additional investigations by mass spectrometry were
required to unambiguously confirm the identity of the peanut
protein spots that matched the position of the purified allergens
in the 2Dmap and showed antibody-reactivity.
Notes to Table 2:
The table shows Ara h 1 derived peptides identified in individual spots of
Reported sequences were Ara h 1 clone P17 and Ara h 1 clone P41B (source
with the corresponding ladder score which indicates the reliability of the pe
one of the two isoforms of Ara h 1. a) D

^
ouble charged peptide unless otherw

score algorithm, which indicates the reliability of the peptide identificatio
3.3. Confirmation of the identified proteins by capillary LC
and Q-TOF MS/MS

Final confirmation of the identity of protein spots in 2D gel
mapswas obtained by capillary LC and Q-TOFMS/MS analysis.
Protein spots matched after DIGE analysis of peanut protein
2D gels of peanut protein extracts (spots numbered 1–
^
10 in Figs. 1–

^
3).

: Swiss-
^
Prot, entry numbers P43237 and P43238). Each peptide is given

ptide identification. Peptides on a dark grey background are specific for
ise indicated (+, +++ or ++++). b) Peptide ladder score: probability based
n.

Original_text: - 
Original_text: - 
Original_text: - 
Original_text: - 
Original_text: �
Original_text: �
Original_text: �
Original_text: �
Original_text: - 
Original_text: - 
Original_text: - 
Original_text: - 
Original_text: d
Original_text: d
Original_text: d
Original_text: d


Table 2 – List of identified peptides derived from the peanut allergen Ara h 1.
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Fig. 4 – Aligned sequence of two isoforms of the peanut Allergen Ara h 1 and peptides that were identified by Q-TOF MS/MS.
Identified peptides are highlighted on a grey background and isoform-specific peptides are highlighted in dark grey. The
cleaved-off N-terminal peptide is indicated with italics. Underlined residues overlap with know IgE epitopes.
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and purified allergens as well as antibody-reactive proteins
were individually subjected to mass spectrometry identifica-
tion (spot numbers in Figs. 1–3). The MS/MS spectra that were
obtained were subjected to a search against databases to
identify peptides by means of their fragment masses.

Table 1 lists the results of the analysed spots and the
proteins that were identified by MS/MS. Ara h 1 was identified
Fig. 5 – Aligned sequence of two isoforms of the peanut Allergen
Identified peptides for a) the purified peanut allergen Ara h 2, an
(spots numbered 20 and 22 in Figs. 1–3) are highlighted on a grey
dark grey. The cleaved-off N-terminal peptide is indicated with i
in spots 1–10, Ara h 2 in spots 20 and 22, Ara h 3/4 in spots 11 to
13 as well as in spot 17 (spot numbering as indicated in Figs. 1,
2a and 3). In spots 14 to 16 and 18 to 24 no peanut-specific
peptides were found, but several residual peptides with high
score originating from digested trypsin were identified, which
indicates that both trypsin digestion andMS/MS analysis were
successful.
Ara h 2 and peptides that were identified by Q-TOF MS/MS.
d b) for individual spots of 2D gels of peanut protein extracts
background and isoform-specific peptides are highlighted in
talics.
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In the case of allergen Ara h 1, the databank search using
the mass of the fragments ions identified peptide sequences
that are listed in Table 2. Forty five and 37 distinct peptides
consisting of 5–22 amino acids were identified for the two
known isoforms of Ara h 1 (Ara h 1 clone P41B and Ara h 1
clone P17 respectively numbered isoforms 1 and 2 in Table 2).
Fig. 4 shows the alignment of the two known sequences of Ara
h 1 and the peptides identified by MS/MS. Identified tryptic
peptides listed in Table 2 were either specific (highlighted in
dark grey) to a single isoform of Ara h 1 or are present in both
and correspond to the conserved part of the sequence.
Previously, we have reported the detection and identification
of several peptides from Ara h 1 in peanut extracts that differ
for one or two amino acids and are characteristic for either of
the particular isoforms [35]. In the current study employing
2D gels, several peptides are unique for isoform 1 or isoform 2
(peptides in grey colour and corresponding spot IDs in
Table 2). Based on specific peptide detection, the protein in
spots 2, 4, 8 and 9 was identified as isoform 1 (protein
probability of 100% in Table 1). Spot 3 only contains isoform 2
with a protein probability of 100% (Table 1) while spots 5–7
were identified as containing both distinct isoforms. Based on
the detected peptides the software identified both isoforms in
those spots and returned a protein probability of 100% for
both. Also spots 1 and 10 are likely to contain both isoforms,
but here the identification is based on a protein probability of
ca. 50% (Table 1).
Table 3 – List of identified peptides derived from the peanut all

A) shows Ara h 2 derived peptides identified for the purified allergen Ara
protein extracts (spots numbered 20 and 22 in Figs. 1–3). Reported sequen
Q941R0 and Q8GV20). Peptides on a dark grey background are specific for
otherwise indicated (+, +++ or ++++). b) Peptide ladder score: probability b
identification.
The identification of immunologically relevant epitopes
as reported by Shin et al. [21], Bannon and Ogawa [41] and
Cong et al. [42] allows a more complete analysis of the
allergen derived peptide sequence tags identified in this
study. Several peptides overlap completely or partially with
IgE binding epitopes of the peanut allergen Ara h 1 (under-
lined residues in Fig. 4).

Wichers et al. [23] identified isolated proteins by 1D SDS-
PAGE as Ara h 1 isoforms by N-terminal amino acid sequen-
cing. They identified a protein band at ca. 64 kDa which was
shown to contain a mixture of both isoforms. However, the
first 78 and 84 amino acids of the cloned sequences, Swiss-Prot
entries P43238 (isoform 1) and P43237 (isoform 2) respectively,
appeared to be missing. In our work, the modified peptide,
VASISATHAKSSPYQKKTENPC (residues 17–38 of isoform 1,
variants underlined, 2 amino acid substitutions, peptide
ladder score 22), likely to correspond to the N-terminal part
of Ara h 1, is detected in spot 5 (Fig. 3). It corresponds to a
validated peptide and overlaps partially with identified IgE
epitopes identified by Shin et al. [21] and Cong et al. [42]. This
peptide was found in the three consecutive replicate runs and
therefore can be accepted with a confident identification.

The spots numbered 19 to 22 were investigated repeat-
edly to confirm the presence of the second major allergen
Ara h 2 by MS measurements. However, the analyses after
trypsin hydrolysis did not return any result, which is likely
due to its trypsin inhibitory properties that were highlighted
ergen Ara h 2.

h 2 and B) peptides identified in individual spots of 2D gels of peanut
ces are Ara h 2.01 and Ara h 2.02 (source: Swiss-Prot, entry numbers
one of the two isoforms of Ara h 2. a) Double charged peptide unless
ased score algorithm, which indicates the reliability of the peptide



ble 4 – List of identified peptides derived from the peanut allergen Ara h 3/4.

e table shows Ara h 3/4 derived peptides identified in individual spots of 2D gels of peanut protein extracts (spots numbered 11–13 and 17 in Figs. 1–3). Reported sequences were Ara h 3 Glycinin,
y1, Ara h 4, Allergen Ara h 3/Ara h 4, Glycinin and Iso-Ara h 3 (source: Swiss-Prot, entry numbers O82580, Q9FZ11, Q9SHQH7, Q8LKN1, Q6IWG5 and Q0GM57). Peptides on a dark grey background are
t present in all isoforms of the allergen Ara h 3/4 (isoforms numbered 1–6).
A = acidic sub-unit.
B = basic sub-unit (according to Piersma et al. [14]).
Double charged peptide unless otherwise indicated (+ or +++).
Peptide ladder score: probability based score algorithm, which indicates the reliability of the peptide identification.
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previously. Sequence homology searches have revealed that
Ara h 2 has significant homology with trypsin inhibitors and
bifunctional trypsin/α-amylase inhibitors. The trypsin inhi-
bitory properties of purified Ara h 2 were also shown in
Fig. 6 – Aligned sequence of six isoforms of the peanut Allergen
Identified peptides are highlighted on a grey background and iso
cleaved-off N-terminal peptide is indicated with italics. The N-te
Underlined residues overlap with know IgE epitopes.
enzyme activity assays [40]. Although we previously identi-
fied Ara h 2 derived peptides in unfractionated peanut
protein extracts [35], the observation that partial reduction
of this allergen increases its trypsin inhibitory activity [40]
Ara h 3/4 and peptides that were identified by Q-TOF MS/MS.
form-specific peptides are highlighted in dark grey. The
rmini of the acidic and the basic sub-unit are shown in bold.
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might explain why MS identification after SDS-PAGE was
unsuccessful.

Investigations for in-solution enzymatic hydrolysis of the
purified allergen Ara h 2 have been carried out. Various
enzymes were tested and among them pancreatin returned
positive results. MS experiments return several tags for Ara h 2
(12 peptides returned, 6–11 amino acids). The two sequences
of Ara h 2 were aligned and are represented in Fig. 5. Eight
sequence tags were common to Ara h 2.01 and Ara h 2.02
isoforms (Fig. 5a and Table 3A). The presence of the two
distinguished isoforms, namely Ara h 2.01 and Ara h 2.02, as
mentioned by Chatel et al. [24] and Hales et al. [25], was
confirmed. One peptide was shown to be specific to Ara h 2.01
and two peptides to Ara h 2.02 (Fig. 5a and Table 3A). Selected
peptides had a score over 20 and were validated. In the same
way, Ara h 2 individual spots (numbered 19–22) were treated
according to optimised conditions on the purified allergens.
MS experiments returned two sequence tags after in-gel
digestion of spot numbers 20 and 22 (2 unmodified peptides,
8 amino acids, peptide ladder scores of 49 and 55) (Fig. 5b and
Table 3B). Spots 19 and 21 did not return results and they may
correspond to glycosylated forms of the protein. Ara h 2 was
unambiguously identified in spots 20 and 22, but the peptides
detected are located in the conserved part of the protein and
did not allow to distinguish between the two isoforms.

In the case of the allergen Ara h 3/4, database searches
successfully identified several sequence tags from four spots,
numbered 11 to 13 and 17 (Table 1). From the Swiss-Prot
database, the following sequences were retrieved for the
allergen Ara h 3/4: Ara h 3 Glycinin, Gly1, Ara h 4, Allergen Ara
h 3/Ara h 4, Glycinin and Iso-Ara h 3, numbered isoforms 1–6 in
Table 4. A total of 14 different peptides consisting of 5–17 amino
acids were experimentally identified for Ara h 3/4. Among the
peptides found five were specific either to isoform 1, 2 or 4
(peptides coloured in dark grey in Table 4).

Multiple sequences of Ara h 3/4 were aligned and are
represented in Fig. 6. Peptides identified byMS/MS analysis are
highlighted on a grey background and specific peptides are
highlighted in dark grey. The analysis of immunologically
relevant epitopes of the allergen Ara h 3/4 was reported by
Rabjohn et al. [12] and Bannon and Ogawa [41]. Two of the
peptides identified in our study partially overlap with an IgE
binding epitope (underlined residues in Fig. 6). Piersma et al.
[14] indicated the presence of at least five isoforms of Ara h 3/4
in a single peanut variety. In our work, the large number of
highly homologous peptides prevented the assignment of
spots to single isoforms. However, spots could be assigned to
different parts of the protein. In spots 11 and 12 (Fig. 3) two
peptides were found that are specific for the isoforms 2 and 5.
In addition to this, in both spots several peptides of the
conserved part of Ara h 3/4 sequences were found. According
to Piersma et al. [14], RQQPEEN (residues 1–7 of isoform 1)
corresponds to the N-terminus of the acidic sub-unit and
GIEETIC (residues 323–329 of isoform 1) corresponds to the N-
terminus of the basic sub-unit of the allergen Ara h 3/4 (N-
termini shown in bold in Fig. 6). Peptides originating from the
three spots numbered 11 to 13 (at ca. 40–45 kDa and a pI range
of 5.5–6) mostly correspond to conserved parts of the protein
and are located close to its N-terminal end. This part
corresponds to the acidic sub-unit of Ara h 3/4. In addition,
in spot 12 (mass of ca. 45 kDa and a pI of ca. 5.7) two peptides
corresponding to the conserved part of the basic sub-unit were
found. However, both are located far from the C-terminus of
Ara h 3/4 (Table 4 and Fig. 6). The occurrence of Ara h 3/4 that is
not cleaved at the boundary of the basic and acidic sub-unit
was reported previously with the detection of the peptide
NGIEETICTASAK (residues 322–334 of isoform 1) that partially
covers both sub-units [35]. On the other hand, spot 17 (mass of
ca. 25 kDa and a pI of ca. 6.3) contains the basic sub-unit only.
Two peptides located close to the C-terminal end of Ara h 3/4
were identified with high peptide ladder scores. Spots 23 and
24 recognised by the IgY antibody raised against the recombi-
nant 40 kDa sub-unit of Ara h 3/4 (Figs. 2d and 3) are likely to be
proteolytic fragments of the acidic sub-unit. However, they
were only defined in MS by small peptides (up to 5 amino acids)
and therefore assignment to a protein sequence could not be
done.

Our results are in agreement with Piersma et al. [14] who
established MALDI-MS and LC-MS/MS spectra of the tryptic
digest of protein bands excised after 1D SDS-PAGE. This
revealed Ara h 3/4 protein bands at 25, 40, 42 and 45 kDa.
The basic sub-unit at ca. 25 kDa appeared essentially as a
single polypeptide, while for the acidic sub-unit three bands,
ranging from 40–45 kDa, were observed and identified. In
addition, multiple minor bands ranging from 14–20 kDa were
identified as peptides originating from the acidic sub-unit,
indicating proteolytic truncation of the protein in the peanut.
Sequence variants were observed in both the acidic and basic
sub-unit indicating the presence of at least five Ara h 3/4 genes
for a single peanut variety.

Liang et al. [36] andMagni et al. [43] used 2D PAGE to achieve
a better resolution of protein profiles of peanut seeds. Based
on peptide sequencing by ESI-MS/MS and N-terminal amino
acid sequences, Liang et al. [36] identified 4 protein spots in the
range 23–25 kDawith distinct isoelectric points (range 3.9–6.8);
all peptide fragments had significant homology with the
known isoforms 1, 3 and 6 and essentially correspond to the
basic sub-unit. Our study confirms the complexity of Ara h 3/4
with the identification of several proteolytic fragments of this
allergen and the detection of multiple isoforms.
4. Concluding remarks

In conclusion, the novelty of this work lies in the development
of an integrated approach using complementary techniques.
The combination of 2D DIGE, Western blotting and LC Q-TOF
MS/MS allows the specific detection and identification of
major allergens and has revealed their position within 2D gel
maps. Within this map the allergen Ara h 1 was resolved and
detected in 10 protein spots. The identification of all 10 spots
was achieved by spiking with purified allergen, Western
blotting and MS/MS. The position of Ara h 2 allergens, that
are known to inhibit trypsin activity, was established by
spiking and Western blotting detecting 4 and 2 protein spots
respectively. MS/MS analyses identified two Ara h 2 derived
peptides in 2 of the 4 spots.

The 2D pattern of the purified Ara h 3/4 appears to be more
complex and matched to 8 spots, four of which were
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recognised by anti Ara h 3 antibodies raised against a fragment
of the allergen. MS/MS analyses identified amultitude of Ara h
3/4 derived peptides in four protein spots, and confirmed the
presence of multiple isoforms in a single peanut variety. The
identification by MS/MS allowed different spots to be assigned
to different parts of this protein, which is known to be
proteolytically processed.

The identification of a multitude of isoforms and protein
sub-units of the major peanut allergens stresses the complex-
ity of the peanut allergens. The establishment of their specific
location within the 2D gel map provides us important tools to
further investigate the complexity of post-translational aller-
gen modification by for instance glycosylation and glycation.
The characterisation of individual peanut allergens and their
resolution into different isoforms, glycoforms and proteolytic
products is of importance to study and quantify the effect of
various thermal treatments such as roasting on peanut
allergens. The identification and characterisation of peanut
allergens is also essential to understand exactly which
compounds are presented to the immune system.
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